specific remodeling of the secretory pathway to minimize the amount and/or concentration of unfolded proteins in the ER. Characterization of the 173 UPR target genes for which no functional information is currently available will provide a complete catalog of the re- However, the precise mechanism of activation of Ire1p the ER would detrimentally affect the function and/or was not known until a very recent paper provided inlocalization of the approximately one-third of all cellular triguing evidence indicating that chaperone protein BiP/ proteins that translocate into the ER after synthesis on membrane-bound ribosomes. Eukaryotic cells have three different mechanisms for dealing with an accumulation of unfolded proteins in the ER: transcriptional induction, translational attenuation, and degradation (Figure 1) . This minireview focuses on new pieces of the puzzle that are important for understanding the molecular mechanisms of the induction and attenuation systems, most of which were discovered in the space of only one year after publication of a comprehensive review of this field (Kaufman, 1999), and also discusses coordination and interdependency among the three systems.

